Background: The gut of phloem feeding insects is critical for nutrition uptake and xenobiotics degradation. However, partly due to its tiny size, genomic information for the gut of phloem feeding insects is limited. Results: In this study, the gut transcriptomes of two species of invasive whiteflies in the Bemisia tabaci complex, Middle East Asia Minor 1 (MEAM1) and Mediterranean (MED), were analyzed using the Illumina sequencing. A total of 12,879 MEAM1 transcripts and 11,246 MED transcripts were annotated with a significant Blastx hit. In addition, 7,000 and 5,771 gut specific genes were respectively identified for MEAM1 and MED. Functional analyses on these gut specific genes demonstrated the important roles of gut in metabolism of insecticides and secondary plant chemicals. To reveal the molecular difference between guts of MEAM1 and MED, a comparison between gut transcriptomes of the two species was conducted and 3,910 pairs of orthologous genes were identified. Based on the ratio of nonsynonymous and synonymous substitutions, 15 genes were found evolving under positive selection. Many of those genes are predicted to be involved in metabolism and insecticide resistance. Furthermore, many genes related to detoxification were expressed at an elevated level in the gut of MED compared to MEAM1, which might be responsible for the MED's higher resistance to insecticides and environmental stresses.
Background
Many hemipteran insects feed on phloem sap, which is composed of rich content of sucrose, relatively poor component of amino acids, and small quantities of proteins and inorganic substances [1] . The gut of these sap feeders is often supposed to have strong capacities in dealing with the unbalanced diet. Efficient absorption of limited organic nutrients, such as amino acids, high activity of phloem sugar hydrolysis, and maintenance of osmotic pressure at an appropriate level are speculated to be the main function of guts [2] [3] [4] . Compared to the sap of other plant cells, the fluid of phloem is a good diet with less toxic substances [5] . However, defense secondary metabolites and proteins, such as alkaloids, glucosinolates, glucosides, chitinase and protein inhibitors, are detectable in the phloem, and have been shown to exert negative effects on phloem feeders [6] . As a major organ of the insect digestive system, the gut is likely involved in detoxification of harmful substances in phloem during digestion and assimilation [7] [8] [9] . In addition, insect guts play important roles in pesticide resistance and xenobiotics metabolism [10] [11] [12] . Insecticide resistance can arise by over expression of detoxification enzymes such as cytochrome P450 monooxygenases (P450), UDP-glucuronosyltransferase (UGT), glutathione-S-transferases (GST) [13] [14] [15] [16] [17] . These proteins can convert insecticides and toxic compounds into less toxic or nontoxic chemicals [18] . Therefore, insect guts are critical in plant-insect interaction and insecticide resistance.
The whitefly Bemisia tabaci (Gennadius) (Hemiptera: Aleyrodidae) is now known as a complex of genetically distinct cryptic species that often differ in host range, insecticide resistance, capacity for virus transmission, and the symbionts they harbor [19] [20] [21] [22] [23] [24] . Worldwide, more than 35 putative cryptic species of the complex have so far been identified [24] [25] [26] [27] [28] . Bemisia tabaci impairs plant by sucking phloem sap and transmitting over 100 species of plant viruses in the genus Begomovirus during feeding [29] . Within the species complex, the Mediterranean (MED, previously known as the Q 'biotype') and Middle East-Asia Minor 1 (MEAM1, previously known as the B 'biotype') species are highly invasive and have caused considerable economic damages to many important crops. MEAM1 invaded China in the mid-1990s, and displaced the native whiteflies of the B. tabaci complex rapidly and became the dominant whitefly species in many regions of invasion [19, 27] . In 2003, MED was first detected in Yunnan province of China [30] , and since then has been rapidly spreading to many provinces and replacing other species in the B. tabaci complex including the earlier invader MEAM1 [27, [31] [32] [33] . Compared to some native whitefly species, many genes involved in drug metabolism and detoxification pathways were highly expressed in the invasive species, which may contribute to their invasion and displacement of other indigenous species [34] . In addition, several studies have revealed that the greater abundance of MED relative to MEAM1 in Israel and southern Spain were associated with its higher levels of resistance to pyriproxyfen and neonicotinoids [35, 36] . Comparison of MEAM1 and MED transcriptomes demonstrated that the sequence divergence of pesticide resistance genes may cause functional differences in corresponding enzymes and result in the biological variations [37] . However, no genomic information is yet available for the whitefly gut despite the importance of gut in plant-insect interaction and insecticide resistance, Due to the fact that the body length of an adult whitefly is only ca. 1 mm and the size of its gut is much smaller, the collection of microgram amounts of total whitefly gut RNA is extremely difficult. To overcome this obstacle, we utilized the cDNA amplification method described in previous studies to obtain large amount of MEAM1 and MED gut nucleotide samples [34, 37, 38] . The amplified gut cDNA was used for library construction and Illumina sequencing. After sequence assembly, a total of 33,412 MEAM1 gut transcripts and 27,443 MED gut transcripts were obtained. Through the analysis of the transcriptome data, genomic features and putative functions of the whitefly gut were revealed. Furthermore, the divergences of MED and MEAM1 gut genes were analyzed and presented for the first time. This study provides a valuable source of molecular information for future functional studies on whitefly guts and will facilitate the research of guts in whitefly-plant interactions and insecticide resistance.
Result and discussion

Illumina sequencing, reads assembly and functional annotation
The amplified cDNA samples of MEAM1 and MED guts were separately sequenced using the Illumina HiSeq 2000 platform. Initially, about 30 and 29 million raw reads were obtained from the libraries of MEAM1 and MED guts, respectively ( Table 1 ). The raw reads were filtered by removing those with adaptors and ambiguous nucleotides. After that, approximately 27 million clean reads were obtained for each sample. Subsequently, MEAM1 and MED gut transcriptomes were de novo assembled using the short reads assembling program -Trinity [39] . A total of 65,213 and 60,357 Inchworm contigs were assembled for MEAM1 and MED respectively. After paired-end joining and sequence clustering, 33,412 MEAM1 gut transcripts with the mean size of 625 nucleotides and 27,443 MED gut transcripts with the mean size of 632 nucleotides were acquired ( Table 1 ). The lengths of these transcripts ranged from 300 to over 3,000 nucleotides. For functional annotation, all the transcripts of the two transcriptomes were searched against NCBI nr nucleotide database using BLASTx. For MEAM1 gut transcriptome, 12,879 transcripts got significant BLAST hits (E-value < 1.0E −5 ) (Additional file 1), and for MED gut, 11,246 transcripts got significant BLAST hits (E-value < 1.0E −5 ) (Additional file 2).
Assignment of transcripts to Gene Ontology (GO) terms and Kyoto Encyclopedia of Genes and Genomes (KEGG) pathways
To further reveal their functions, GO assignments were used to classify the MED and MEAM1 gut transcripts. Based on sequence homology, a total of 7,127 MEAM1 and 6,305 MED gut sequences were categorized into 58 functional groups at level two under the 'Biological process', 'Cellular component' and 'Molecular function' divisions (Additional file 3). However, the profiles of the 58 GO groups in the two species had some differences. While 'virion' and 'virion part' were only present in the MEAM1 gut, 'channel regulator activity' and 'carbohydrate utilization' were unique to the MED gut. The top three groups of each division of these two transcriptomes were the same. Specifically, the top three groups in 'Biological process' were 'cellular process', 'metabolic process' and 'biological regulation'; the top three groups in 'Cellular component' were 'cell', 'cell part' and 'organelle'; and the top three groups in 'Molecular function' were 'catalytic activity', 'binding' and 'transporter activity'. In order to find out which biological pathways are active in whitefly guts, the MEAM1's 33,412 transcripts and MED's 27,443 transcripts were assigned to the reference pathways in KEGG. Consequently, 5,943 MEAM1 gut transcripts were mapped to 256 pathways and 5,254 MED gut transcripts were mapped to 253 pathways. Among these pathways, 'Spliceosome' (325), 'RNA transport' (295) and 'Ubiquitin mediated proteolysis' (264) ( Figure 1A) were the most common pathways in MEAM1. As to the MED gut, 'Spliceosome' has the highest percentage of transcripts (307 transcripts), followed by 'RNA transport' (276 transcripts) and 'Lysosome' (233 transcripts) ( Figure 1B ).
KEGG pathway enrichment analysis of gut genes
Enrichment analysis is an effective way to identify the KEGG pathways that frequently occur in a tissue with the whole body transcriptome as background [40, 41] . In MED, a total of 11 gut enriched KEGG pathways (P-value < 5.0E ) were identified ( Table 2) . Whereas in MEAM1, there were 25 gut enriched pathways (Additional file 4). Even though the numbers of enriched pathways differ, the functions of the enriched pathways appeared similar between MED and MEAM1 guts. Pathways like 'Metabolism of cofactors and vitamins', 'Carbohydrate metabolism' and 'Digestive system' were enriched in both MEAM1 and MED guts. This is consistent with the principal function of sap-sucking insect's gut -uptake of nutrients. In addition, 'Membrane transport' and 'Transport and catabolism' were also enriched.
These transport-related pathways have been shown to be important during the secretion of digestive enzymes and the formation of gradient between the gut luminal sap and the perimicrovillar space [3, 42, 43] . Interestingly, 'Xenobiotics biodegradation and metabolism' pathway was highly enriched in MED, but not in MEAM1 (Table 2 and Additional file 4). In addition, pathways such as 'Drug metabolism -other enzymes', 'Drug metabolismcytochrome P450', 'Metabolism of xenobiotics by cytochrome P450' were also enriched in MED gut (Table 2) , which is consistent with the high insecticide resistance of MED whiteflies [44] [45] [46] [47] .
Gut specific genes
In order to reveal the specific function of whitefly guts, the orthologous genes between whitefly gut and whole body transcriptomes were identified using OrthoMCL [48] . The gut genes that cannot be classified into any orthologous groups were considered as gut specific genes. In our analysis, the MEAM1 gut specific genes were identified against the MEAM1 whole body transcriptome [37] and MED gut specific genes against the MED whole body transcriptome [49] . As a result, a total of 7,000 and 5,771 specific genes were identified for MEAM1 and MED guts respectively. The proportion of MEAM1 and MED gut specific genes to the whole gut transcriptome were nearly equal (20.95% and 21.03%). Next, these gut specific genes were classified through KEGG annotation ( Table 3 ). The results showed that ' Alpha-glucosidase', 'Facilitated trehalose transporter' and 'MFS transporter' terms contained the most gut specific genes. This is consistent with the function of whitefly gut in sucrose hydrolysis and nutrient absorption. In addition, a number of detoxification-related genes such as cytochrome P450, GST and glucuronosyltransferase were also found specifically expressed in the gut (Table 3) . To validate whether these gut genes are specifically expressed, several genes were randomly picked out to analyze their expression levels. Total RNA was separately extracted from the gut and the rest of the body of MEAM1 and MED whiteflies. Quantitative realtime PCR (qPCR) results showed that all the selected genes were highly or specifically expressed in the gut ( Figure 2 ). The expression of these genes was significantly low or almost non-detectable in the rest of whitefly body. The number of gut genes in each of the KEGG pathways. The number of whole-body (WB) genes in each of the KEGG pathways.
Orthologous genes between the MED and MEAM1 gut transcriptomes
To compare the sequence divergence of the MEAM1 and MED gut genes, a bidirectional best hit approach was used to identify orthologous genes [37, 50, 51] . By this way, 14,472 pairs of putative orthologous genes between MEAM1 and MED guts were identified (Additional file 5). To filter out potential paralogs, only pairs of sequences mapped unambiguously to the same protein in Swissprot database with an E-value < 1E −5 were selected as orthologous genes. As a result, 3,987 pairs of orthologous genes were identified between MEAM1 and MED gut transcriptomes (Additional file 5). The coding sequence (CDS) and untranslated region (UTR) of each sequence pair were identified based on the predicted coding region. After filtering the sequences shorter than 75 bp, a total of 3,910 pairs of orthologous CDS were identified (Additional file 5 and Additional file 6). The average length of the 3,910 orthologous genes was 677.7 bp with an average similarity of 99.25%.
The sequence divergence between MEAM1 gut and MED gut orthologous genes
The sequence divergence of orthologous genes between MEAM1 and MED guts was analyzed to reveal their molecular variation. As shown in Table 4 , the overall difference between 5'UTRs of MEAM1 and MED gut orthologous genes was 1.69% and the difference between 3'UTR of MEAM1 and MED orthologous genes was 1.59%. When it comes to the CDS, the overall divergence among the 3,910 orthologous gene pairs was 0.75%. The lower divergence rate at CDS might be due to the high selection pressure. In coding regions, the nucleotides can be further classified as nondegenerative (nd) sites (any substitutions result in amino acid change) and four fold degenerate (4d) sites (no changes produce amino acid replacement). From a total of 2,649.92 kb of CDS, a total of 1,551.93 kb were nd sites, whereas 375.10 kb were 4d sites ( Table 4) . As any nucleotide substitutions at nd sites will produce amino acid changes, the nd sites are under extensive functional constraints in the evolution process. Indeed, at 4d sites, the divergence between MEAM1 and MED was 2.48%, 14.6 times of that at nd sites (0.17%) (Table 4) . Therefore, the difference at 4d sites might be the main source of sequence divergence between MEAM1 and MED gut genes. In order to verify the sequence divergence, 5 pairs of genes with known point mutations were randomly selected for cloning and Sanger sequencing from both MEAM1 and MED guts (Additional file 7). Our results showed that: i) for both species, the sequences from the de novo assembled transcriptome and Sanger sequencing are identical; ii) all of the differences between MEAM1 and MED revealed from the bioinformatic analysis were confirmed with Sanger sequencing. These results suggest that the transcriptome sequences of MEAM1 and MED guts and their divergence are reliable (Additional file 7).
Analysis of sequences with weak amino-acid similarity
The 3,910 sequence pairs between MEAM1 and MED guts had a mean homology of 99.25% and ranged from 78.38% to 100% (Additional file 6). The functions of sequence pairs with weak amino-acid similarity were analyzed to reveal the proteins responsible for the differences between the two species. Many of the highly diverged genes were related to sugar metabolism such as gene Pair 2223 (sequence identity: 93.69%) and gene Pair 3793 (sequence identity: 95.30%), both of which encode alpha-glucosidase (Additional file 6). In addition, gene Pair 3748 encoding a sugar transporter also showed high sequence divergence (sequence identity: 96.12%). We also noticed that genes related to 'Xenobiotics metabolism' were highly diverged, such as carboxylesterase clade E (95.13%), two GSTs (95.19%, 96.26%) and two UGTs (95.45%, 95.56%) (Additional file 6). Furthermore, the 3,910 MEAM1 and MED gut orthologous genes were classified by KEGG pathways and the average divergences of genes in each pathway were calculated. Interestingly, the most divergent pathways were those related to metabolism, such as 'Steroid hormone biosynthesis', 'Drug metabolism -cytochrome P450' and 'Metabolism of xenobiotics by cytochrome P450' (Table 5 ). These data indicate that these pathways of xenobiotics biodegradation and metabolism may result in the difference of some major biological characteristics such as insecticide resistance. Besides, 'Starch and sucrose metabolism' and ' Ascorbate and aldarate metabolism' also had a low average identity, suggesting that MEAM1 and MED guts may have different metabolic capacities as well. Furthermore, the high divergence of genes in 'Nicotinate and nicotinamide metabolism' pathway might be responsible for the differences in host plant utilization between MEAM1 and MED whiteflies (Table 5 ).
Synonymous and nonsynonymous sites
To classify genes undergoing purifying and positive selections, the substitution rates of synonymous (Ks) and nonsynonymous (Ka) sites between MEAM1 and MED gut ortholog pairs were calculated. A total of 1,080 ortholog pairs generated both Ka and Ks ( Figure 3 and Additional file 8). The mean value of Ka of these 1,080 sequences was 0.0056 and the mean value of Ks was 0.0392. The average Ka/Ks ratio was 0.1951, which is similar to the average Ka/Ks ratio of MEAM1 and MED whole body (0.225) [37] . In the 1,080 selected orthologous gene pairs, the majority of genes' Ka/Ks ratios were less than 1 (98.61%, 1065/1080), indicating purifying selection for these genes [52] . At the same time, 15 gene pairs' Ka/Ks values were larger than 1 (Table 6 ), indicating that these genes are under strong positive selection. Some of the genes are related to energy metabolism and xenobiotic metabolism, such as NADH dehydrogenase, ATP synthase, mannosyl-oligosaccharide 1 and UGT, suggesting that these processes may be critical to the difference between MEAM1 and MED guts.
Differential expression of the orthologous genes between MEAM1 and MED guts
To compare the level of gene expression between MEAM1 and MED gut orthologous genes, the number of reads mapped to each orthologous gene pairs was extracted. Among the 3,910 orthologous genes between MEAM1 and MED guts, a total of 64 genes were downregulated and 304 were up-regulated in MEAM1 (log2 > 1, FDR value < 1.0E
) (Additional file 9). In order to validate the data from bioinformatic analysis, the gene expression between 20 MEAM1 and MED gut genes were examined using qPCR (10 MEAM1 up-regulated genes and 10 MEAM1 down-regulated genes). Out of the 20 selected genes, 19 showed a concordant direction of change between transcriptome analysis and qPCR quantification results, which confirmed the reliability of our analyses (Additional file 10).
Of the differentially expressed genes, the detected fold changes (log2 ratio) of gene expression ranged from minimum −4.62 to maximum 6.60 ( Figure 4 ). The majority of orthologous genes were up-or down-regulated between 1.0 and 2.0 fold, whereas 41 orthologous pairs were with a value of log2 > 2, and 17 orthologous pairs with a value of log2 < −2 (Figure 4) . Among all these 58 differentially expressed gene pairs, 4 detoxification-related genes (3 P450s and 1 GST) were significantly up-regulated in MED gut compared with MEAM1 gut, and none of them was up-regulated in MEAM1, which may be 
Conclusions
In this study, we sequenced the transcriptomes of MEAM1 and MED guts, and obtained 33,412 MEAM1 and 27,443 MED gut transcripts. Among these genes, 12,879 MEAM1 and 11,246 MED transcripts had significant nr BLAST hits. The main function of whitefly gut was revealed by the GO and KEGG analysis of MEAM1 and MED transcriptomes. Then, 3,910 orthologous genes pairs between MED and MEAM1 guts were identified. Gene divergence analysis showed that 15 genes were under strong positive selection and many of them are related to energy and xenobiotic metabolism. In addition, some of the drug metabolism and detoxification related genes such as P450s, GSTs were expressed at a higher level in MED than in MEAM1. The higher expression and divergence of these genes may contribute to the high detoxification ability and insecticide resistance of MED. To our knowledge, this is the first substantial sequencing and comparison of gut transcriptomes in whiteflies. These analyses provide a valuable resource of molecular information for future investigations of the functions of whitefly gut genes.
Methods
Whitefly rearing, sample collection and RNA isolation Cotton Gossypium hirsutum L. (Malvaceae) cv. Zhe-Mian 1793 was used as the host plant for rearing MEAM1 and MED whiteflies. Whiteflies were maintained in climate chambers at 27 ± 1°C, a photoperiod of 14 h/10 h and 70 ± 10% relative humidity. Every 3-5 generations, the purity of the cultures was monitored using the random amplified polymorphic DNA polymerase chain reaction technique with the primer H16 (5'-TCTCAGCTGG-3'), which has been used widely to distinguish different species in the B. tabaci complex [53] , and further confirmed by mtCOI sequencing of a few individuals. The cultures of the two species were raised from a pair of virgin adult whiteflies of MEAM1 or MED and maintained on cotton for 3 generations before they were taken for experiments. For sample collection and RNA isolation, about 200 guts were dissected from the MEAM1 and MED adult whiteflies in PBS respectively. Then total gut RNA was isolated using the Absolutely RNA Nanoprep kit (Agilent, USA) according to the manufacturer's manual with slight modifications [38] .
Sequencing library construction
The gut cDNA was prepared by using a SMARTer™ PCR cDNA Synthesis Kit (Clontech, USA) and an Advantage 2 PCR Kit (Clontech, USA) as described previously [38] . Briefly, the RNA sample was reverse transcribed to first-strand cDNA. Then, the first-strand cDNA product was used for PCR amplification. To determine the optimal number of PCR cycles, 5 μl of PCR products at 15, 18, 21, 24, 27 and 30 cycles were checked by agarose gel electrophoresis. According to the analysis, 2 μl of first-strand cDNA was amplified for 26 cycles. Then, the amplified cDNA was purified by QIAquick PCR purification kit (Qiagen, Germany). At last, library for transcriptome sequencing was prepared using Illumina kit following the manufacturer's recommendations.
Illumina sequencing and transcript annotation
The MEAM1 and MED gut libraries were sequenced for both ends using Illumina HiSeq 2000 platform at Beijing Genomics Institute (Shenzhen, China). The total sequencing amount was 3G for each library. After removing the low quality reads, de novo transcriptome assembly was carried out with the Trinity program [39] . There are three independent modules in the Trinity program, known as "Inchworm", "Chrysalis" and "Butterfly". The module "Inchworm" assembled the RNA-Seq data into unique transcripts which we called Inchworm contigs.
"Chrysalis" clustered the Inchworm contigs and constructed complete de Bruijn graphs for each cluster and then partitioned the full read set among these disjoint graphs. "Butterfly" processed the individual graphs in parallel, tracing the paths based on reads and pair-end information, ultimately reporting full-length transcripts for alternatively spliced isoforms. After Trinity assembly, TGICL with parameter setting "-l 40 -c 10" was used to cluster and remove redundant transcripts. The remaining sequences after TGICL clustering were defined as tentative transcripts. The transcripts can be divided into two classes. One is cluster, which include several transcripts with more than 70% similarity among them and the prefix is CL. The other class is singletons with the prefix unigene. Next, Blastx search (E-value < 1E −5 ) against the NCBI nr, SwissProt and KEGG databases was performed and the best aligning results were used to decide the direction of transcripts. If results of different databases conflict with each other, a priority order of nr, SwissProt and KEGG were followed to decide the direction of transcripts. The data sets are available at the NCBI Short Read Archive (SRA) with the accession number: SRR835757 (MEAM1 gut) and SRR835756 (MED gut). The assembled sequences have been deposited in the NCBI's TSA database: GAPP00000000 (MEAM1 gut) and GAPQ00000000 (MED gut).
Identification of statistically enriched pathways
KEGG enrichment analysis is an effective way to identify the enriched pathways in a specific tissue using the whole body transcriptome as a background [54] . The significantly enriched pathways in the gut were identified by a hypergeometric test with the calculating for-
In this formula, N and n represent the total numbers of whole body and gut transcriptome genes with KEGG annotations, while M, m are the numbers of whole body and gut transcriptome genes annotated to a certain KEGG pathway. The pathways with a p-value less than 5.0E −3 were determined as enriched. In our analyses, human diseases associated pathways were excluded.
Identification of gut specific expressed genes
The OrthoMCL program was used to detect MEAM1 and MED gut specific genes compared to the whole body transcriptomes of MEAM1 and MED [48] . Complete lists (in FASTA format) of all predicted proteins in gut and whole body transcriptomes were used as templates. The OrthoMCL program began with all-vs-all BLASTP of the complete protein set [55] . Putative orthologous relationships were identified between gut and body by reciprocal best similarity pairs. The OrthoMCL program classified all putative orthologous into orthologous groups. Thus, gut genes that could not be categorized into any of the orthologous groups were regarded as gut specifically expressed genes.
Orthologous genes between MEAM1 and MED gut transcriptomes
The orthologous genes between MEAM1 gut and MED gut transcriptomes were identified by MegaBLAST [37, 50] . Only pairs of sequences that were best hit (E-value < 1E −5 ) to each other and longer than 200 bp were retained as putative orthologs. To prevent potential orthologous paralogs, all putative orthologs obtained in the previous step were further filtered and only pairs of sequences unambiguously mapped to the same protein in Swissprot database with an E-value < 1E
−5 were selected [34] . Transcripts were firstly aligned by Blastx (E-value < 1.0E −5 ) to nr, Swiss-Prot and KEGG databases. Proteins with the highest rank in Blast results were taken to identify the CDS of transcripts. CDS with unexpected stop codon in the Blast hit region and shorter than 75 bp were removed. The 5'UTR were defined based on the position of start codon and 3'UTR regions were defined based on the position of stop codon and predicted CDS.
Sequence divergence analysis and estimation of substitution rates
The 5'UTR, CDS and 3'UTR regions were separately extracted from each pair of orthologs. To ensure the sequence comparison was performed only at the homologous regions of each gene pair, CDS and UTRs regions were aligned to each other separately and checked manually for errors. Sequence divergences between the homologous regions of each gene pair were calculated by dividing the number of substitutions with the number of base pairs in the comparison. The divergence was determined for both nd and 4d sites. In addition, Ka and Ks were estimated using the KaKs Calculator (YN method) [56, 57] .
Differential expression of orthologous genes
To compare the level of gene expression between MEAM1 and MED guts, the number of reads mapped to each orthologous gene pairs was extracted. Since read mapping is sensitive to the size of the target reference sequence and sequencing amount, the raw read counts were adjusted by the total number of reads mapped and the length of the gene by calculating Reads Per Kilo-base per Million mapped reads (RPKM). The fold change of the gene expression level of ortholog gene pairs in MEAM1 and MED transcriptomes were calculated with log 2 (RPKM of the MEAM1 gut gene/RPKM of the MED gut gene). After that, significance of gene expression differences was tested using the algorithm established by Audic et al. [58] . At last the Benjamini Hochberg procedure was used for multiple testing correction and estimating the False Discovery Rate (FDR) [59] .
